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mES_1	   mES_3	  mES_2	  

Recovery	  of	  crosslinked	  RNA	  (upper	  diagonal)	  
from	  S1/PK	  purified	  RNA	  
	  
0.55% 	  	  	  	  	  	  0.34% 	  	  	  	  	  	  	  	  	  	  0.28%	  	  	  	  	  

HEK293T_1	   HEK293T_2	   HEK293T_3	  

Recovery	  of	  crosslinked	  RNA	  (upper	  diagonal)	  
from	  S1/PK	  purified	  RNA	  
	  
0.47% 	  	  	  	  	  	  0.35% 	  	  	  	  	  	  	  	  	  	  0.46%	  	  	  	  	  
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Global	  analysis	  of	  size	  and	  distribu\on	  

Integrate	  with	  icSHAPE	  
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Compare	  with	  dsRBP	  CLIP	  

H	   I	  

J	  

0
5

10
15

20
25

30

Stem Size


